WHAT IS CLAIMED IS: 



1. A\ method for at least one of the following: 

(A) identifying a mutation point of a gene derived from 
a mutant of a coryneform bacterium, 

(B) measuring an expression amount of a gene derived 
from a coryneform bacterium, 

(C) analyzing an expression profile of a gene derived 
from a corynefortn bacterium, 

(D) analyzing expression patterns of genes derived from 
a coryneform bacterium, or 

(E) identifying a gene homologous to a gene derived 
from a coryneform bacterium, 

said method co mprising: 

(a) producing a\ polynucleotide array by adhering to a 
solid support at least two polynucleotides selected from 
the group consisting oi\ first polynucleotides comprising 
the nucleotide sequence /represented by any one of SEQ ID 
NOS:l to 3501, secon^^olynucleotides which hybridize with 
the first polynucleotides under stringent conditions, and 
third polynucleotides comprising a sequence of 10 to 200 
continuous bases of the first or second polynucleotides, 

(b) incubating the polynucleotide array with at least 
one of a labeled polynucleotide derived from a coryneform 
bacterium, a labeled polynucleotide derived from a mutant 
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of the coryneform bacterium or a labeled polynucleotide to 
be examined, uncier hybridization conditions, 

(c) detectings any hybridization, and 

(d) analyzing the result of the hybridization. 

2 . The method according to claim 1 , wherein the 
coryneform bacterium! is a microorganism belonging to the 
genus Corynebacterium , the genus Brevlbacterlum , or the 
genus Mlcrobacterlum . \ 

3. The method according to claim 2, wherein the 
microorganism belonging M:° the genus Corynebacterium is 
selected from the groupV-^corrsd- sting of Corynebacterium 
glutamlcum , Corwnebahterlum acetoacldophllum , 
Corynebacterium acetoglwtamllcum, Corynebacterium callunae , 
Corynebacterium hercuTs^s , \^<Qrynebacterlum llllum, 
Corynebacterium ^^^el^sseisjola , \ Corynebacterium 
thermoaminogenes , and Coryneba c ueri um Ammonia. genes . 

4 . The method accorai-rfg to claim 1 , wherein the 
polynucleotide derived from a coryneform bacterium, the 
polynucelotide derived from a mutant of the coryneform 
bacterium or the polynucleotide to be examined is a gene 
relating to the biosynthesis of at \ least one compound 
selected from an amino acid, a nucleic\ acid, a vitamin, a 
saccharide, an organic acid, and analogues thereof. 
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5. ike method according to claim 1, wherein the 
polynucleotide V to be examined is derived from ilscher-ichia 
coll. 



6. A polynucleotide array, comprising: 
at least ^wo polynucleotides selected from the 
group consisting of\ first polynucleotides comprising the 
nucleotide sequence represented by any one of SEQ ID NOS : 1 
to 3501, second polyripcl eo tides which hybridize with the 
first polynucleotides xj^xder stringent conditions, and third 
polynucleotides comprising 10 to 200 continuous bases of 
the first or second polynucleotides, and 
a solid support a&hered^ there to. 



po^ynu < : 1 eo iii de 



7. A 

sequence represented 
having a homology of at-leaV 



^ompri i 



by SfeQ 



rising the nucleotide 
£d NO:l or a polynucleotide 
th the polynucleotide. 



8. A polynucleotide comprising any one of the 
nucleotide sequences rerfreseht^d by SEQ ID NOS: 2 to 3431, 
or a polynucleotide wh^ch hybridizes with the 
polynucleotide under stringenti conditions. 



9. A polynucleotide encoding a polypeptide having 
any one of the amino acid sequences represented by SEQ ID 
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NOS:3502 to 6931, or a polynucleotide which hybridizes 
therewith under stringent conditions. 



10. & polynucleotide which is present in the 5' 
upstream or 3\ f downstream of a polynucleotide comprising 
the nucleotide \ sequence of any one of SEQ ID NOS:2 to 3431 
in a whole polynucleotide comprising the nucleotide 
sequence represented by SEQ ID NO:l, and has an activity of 
regulating an expression of the polynucleotide . 

11. A polynucleotide comprising 10 to 200 
continuous bases \ in the nucleotide sequence of the 
polynucleotide of \ariy one of claims 7 to 10 , or a 
polynucleotide comprising a nucleotide sequence 
complementary to th^Tp^lynucleotide comp rising 10 to 200 
continuous bas€ 



12. A 
polynucleotide of 



DNA compr i s i ng 
/claims 8 to 11. 



the 



13. A transfprmant comprising the polynucleotide 
of any one of claims 8 to\ 11 or the recombinant DMA of 
claim 12 - 

14. A method for \ producing a polypeptide, 
comprising: 
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culturing the transformant of claim 13 in a medium 
to produce and accumulate a polypeptide encoded by the 
polynucleotide\ of claim 8 or 9 in the medium, and 

recovering the polypeptide from the medium • 

15. A method for producing at least one of an 
amino acid, a nucleic acid, a vitamin, a saccharide, an 
organic acid, and\ analogues thereof, comprising: 

culturing \the transformant of claim 13 in a medium 
to produce and accYimulate at least one of an amino acid, a 
nucleic acid, a vitamin, a saccharide, an organic acid, and 
analogues thereof in the medium, and 

recovering tke at least one of the amino acid, the 
nucleic acid, the vitpmin, the saccharide, the organic acid, 
and analogues therep^Afrom the medium. 



16. 

compr i sing tH^ 
NOS:2 to 3431 



pAlypep\ipe encoded by a polynucleotide 
nupleot^Le sequence selected from SEQ ID 



17. A polypeptide /comprising the amino acid 
sequence selected frcfen SEQyAu NOS:3502 to 6931 



18. The polypeptide \according to claim 16 or 17, 
wherein at least one amino \acid is deleted, replaced, 
inserted or added, said polypeptides having an activity 
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which is substantially the same as that of the polypeptide 
without saiq at least one amino acid deletion, replacement, 
insertion or \addition . 

19. A polypeptide comprising an amino acid 
sequence havirlg a homology of at least 60% with the amino 
acid sequence \of the polypeptide of claim 16 or 17, and 
having an actiwty which is substantially the same as that 
of the polypeptide . 



m 

In 



20. An amtibody which recognizes the polypeptide 
of any one of claims 16 to 19. 



21. A polypeptide array, comprising: 

at least oi\e polypeptide or partial fragment 
polypeptide selected fpeitT^Efte polypeptides of claims 16 to 
19 and partial fj^gme^t polypeptides of the polypeptides, 
and 

a solid^s v uppprt idhereSNthereto . 



22 . A polype^tide\ 
at least o: 
polypeptide or partial frac 



comprising : 
ftibody which recognizes a 
aent polypeptide selected from 



the polypeptides of claims \6 to 19 and partial fragment 
polypeptides of the polypeptides , and 

a solid support adhered thereto , 
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23 \ A system based on a computer for identifying a 
target sequence or a target structure motif derived from a 
coryneform bacterium, comprising the following: 

(i) a u^er input device that inputs at least one 
nucleotide sdbpience information selected from SEQ ID NOS : 1 
to 3501, and\ target sequence or target structure motif 
inf ormation ; 

(ii) a data \ storage device for at least temporarily 
storing the inpuu information; 

(iii) a comparator that compares the at least one 
nucleotide sequence information selected from SEQ ID NOS : 1 
to 3501 with the target sequence or target structure motif 
information, recorded by the data storage device for 
screening and analysing nucleotide sequence information 
which is coinp3Spent\ w$_th or analogous to the target 
sequence or rargen structure motif information; and 

(iv) an output \ deyi^e that shows a screening or 
analyzing result obtained by t^e comparator. 



24 . A methocj bas^ on a computer for identifying a 
target sequence or a \ tafrg^t structure motif derived from a 
coryneform bacterium/ compassing the following: 
(i) inputting at leatet one nucleotide sequence 

information selected from SEQ ID NOS : 1 to 3501, target 
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sequence information or target structure motif information 
into a useAinput device; 

(ii) at lekst temporarily storing said information; 

(iii) comparing the at least one nucleotide sequence 
information selected from SEQ ID NOS : 1 to 3501 with the 
target sequence or target structure motif information; and 

(iv) screening^ and analyzing nucleotide sequence 
information which \is coincident with or analogous to the 
target sequence or uarget structure motif information. 

25 . A system \based on a computer for identifying a 
target sequence or a -parget structure motif derived from a 
coryneform bacterium, comprising the following: 

(i) a user input^dewce that inputs at least one amino 
acid sequence informatiora selected from SEQ ID NOS: 3502 to 
7001, and target sequence\or target structure motif 
information; \ \ ^\ 

(ii) a data storage \ device f^r at least temporarily 
storing the input inf ormafcionV* 

(iii) a comparator thatl compares the at least one amino 
acid sequence information selected from SEQ ID NOS : 3502 to 
7001 with the target sequence \or target structure motif 
information, recorded by the data storage device for 
screening and analyzing amino aaid sequence information 
which is coincident with or analogous to the target 
sequence or target structure motif information; and 
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(iv) an\ output device that shows a screening or 
analyzing rekult obtained by the comparator. 



26. A method based on a computer for identifying a 
target sequence \or a target structure motif derived from a 
coryneform bacterium, comprising the following: 

(i) inputting \ at least one amino acid sequence 
information selected from SEQ ID NOS:3502 to 7001, and 
target sequence information or target structure motif 
information into a u^per input device; 

(ii) at least temporarily storing said information; 

(iii) comparing the\ at least one amino acid sequence 

3EQ ID NOS:3502 to 7001 with the 
structure motif information; and 

ilyzing amino acid sequence 
mt with or analogous to the 
Lure motif information. 



information selected 
target sequence or 
(iv) screening 
information which is 1 
target sequence or ta 




27. A system based bn a computer for determining a 
function of a polypeptide \encoded by a polynucleotide 
having a target nucleotide\ sequence derived from a 
coryneform bacterium, comprising the following: 
(i) a user input device that inputs at least one 

nucleotide sequence information ^selected from SEQ ID NOS : 2 
to 3501, function information ofi a polypeptide encoded by 
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the nucleotide sequence, and target nucleotide sequence 
i nfo rma t i oiTy" 

(ii) a difca storage device for at least temporarily 
storing the inbut information; 

(iii) a comparator that compares the at least one 
nucleotide sequeSnce information selected from SEQ ID NOS:2 
to 3501 with the >fcarget nucleotide sequence information for 
determining a function of a polypeptide encoded by a 
polynucleotide having the target nucleotide sequence which 
is coincident with\ or analogous to the polynucleotide 
having at least one Viucleotide sequence selected from SEQ 
ID NOS:2 to 3501; and\^- 

(iv) an output^vides thatj shows a function obtained by 
the comparator./ \ \ / 

28- A method tt>as4d on a^sQmputer for determining a 
function of a polypeptide -Wcoded by Ja polypeptide encoded 
by a polynucleotide having a tara^t nucleotide sequence 
derived from a corynef brk^Jb^terium, comprising the 
following: \ 

(a.) inputting at least\ one nucleotide sequence 

information selected from SEQ\ ID N0S:2 to 3501, function 
information of a polypeptide \encoded by the nucleotide 
sequence, and target nucleotide feequence information; 
(ii) at least temporarily storing said information; 
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(iii) comparing the at least one nucleotide sequence 
information Selected from SEQ ID NOS:2 to 3501 with the 
target nucleotide sequence information; and 

(iv) determining a function of a polypeptide encoded by 
a polynucleotide^ having the target nucleotide sequence 
which is coincident with or analogous to the polynucleotide 
having at least orje nucleotide sequence selected from SEQ 
ID NOS:2 to 3501. 



29. A system based on a computer for determining a 
function of a polypeptide having a target amino acid 
sequence derived from \ a coryneform bacterium, comprising 
the following : 



inputs at least one amino 
om SEQ ID NOS:3502 to 
the amino acid sequence / 
rmation; 

at* least temporarily 



(i) a user input 
acid sequence info 
7001, function inf 
and target amino acid s 

(ii) a data storing 
storing the input informa 

(iii) a comparator that icompares the at least one amino 
acid sequence information selected from SEQ ID NOS:3502 to 
7001 with the target amino acid\ sequence information for 
determining a function of a polyrjpptide having the target 
amino acid sequence which is coincident with or analogous 
to the polypeptide having at least \one amino acid sequence 
selected from SEQ ID NOS:3502 to 700U; and 
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<iv) ah output device that shows a function obtained by 
the comparator . 



30 . A method based on a computer for determining a 
function of 4 polypeptide having a target amino acid 
sequence derived from a coryneform bacterium, comprising 
the f ol 1 owi ng : 

(i) input ting\ at least one amino acid sequence 

information selected from SEQ ID NOS:3502 to 7001, function 
information based \on the amino acid sequence , and target 
amino acid sequence\ information; 

>rarily ) storing said information; 
th«K at yleast one amino acid sequence 
SEQ ID NOS:3502 to 7001 with the 
pequeiteeXinformation; and 

a fui\c,ti^bn of a polypeptide having the 
sequence which is coincident with or 
Polypeptide having at least one amino acid 



elected fi 



(ii) at lea 

(iii) compa/i 
information 
target amino acid 

<iv) determining 
target amino acid 
analogous to the 



sequence selected from SEQ lb NOS:3S02 to 7001. 
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31 . \The system according to any one of claims 23, 

25, 27 and \29, wherein a coryneform bacterium is a 
microorganism \of the genus Coxrynebacterium, the genus 
Brevibac terium , \ or the genus Ml croba c t eri um . 

32, The\method according to any one of claims 24, 

26, 28 and 30 ,\ wherein a coryneform bacterium is a 
microorganism of \ the genus Corynebacterlum , the genus 
BrGvlba. c t eri um , or Vthe genus Ml croba c terium . 



33. The sysuem according to claim 31, wherein the 
microorganism belonging to the genus Corynebacterlum is 



selected from the 
gl u taml cum , 
Corynebacterli 
Corynebacterlum 
Coryneba c terium 
thermoamlnogenes , 



roup consisting of Corynebacterlum 
terium acetoacldophllum , 

.cum, Corynebacterlum callunae , 
Corynebacterlum llllum , 

>la, CoryneJbac terium 

Coj^mebafcterlum ammonlagenes . 



34. The met/hod according to claim 32, wherein the 
microorganism belonging to\ the genus Corynebacterl um is 
selected from the group Consisting of Corynebacterlum 
glu taml cum , Coryneba c fieri um a ce toa cl dophllum , 

CoryneJbac terium acetogrlutamicW, Corynebacterlum callunae , 
Corynebacterlum herculls , \ Corynebacterlum llllum, 
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Coryneha c t eVi urn melassecola. , Coryneha. c t er ± tun 

thermoamlnogenes f and Coryn eJba c terl tun ammonlag'enes . 

35. A Recording medium or storage device which is 
readable by a Computer in which at least one nucleotide 
sequence information selected from SEQ ID NOS:l to 3501 or 
function information based on the nucleotide sequence is 
recorded, and is usable in the system of claim 23 or 27 or 
the method of claim \2 4 or 28. 

36. A recording medium or storage device which is 
readable by a computer in which at least one amino acid 
sequence information selected from SEQ ID NOS:3502 to 7001 
or function inform^Uon based on the amino acid sequence is 
recorded, and i/ usable in the system of claim 25 or 29 or 
the method of cl v aim 26 or 30. \. 

37 . The recording \ rn^dium or storage device 
according to claim ^25^&r^36 A which is a computer readable 
recording medium selected from the group consisting of a 
floppy disc, a hard disc, a magnetic tape, a random access 
memory (RAM) , a read only memoVy (ROM) , a magneto-optic 
disc (MO) , CD-ROM, CD-R, CD-RW, DwD-ROM, DVD-RAM and DVD-RW. 

38. A polypeptide having a homoserine 
dehydrogenase activity, comprising an amino acid sequence 
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in which \the Val residue at the 59 th in the amino acid 
sequence of homoserine dehydrogenase derived from a 
coryneform bacterium is replaced with an amino acid residue 
other than a Val residue. 

39. A \polypeptide comprising an amino acid 
sequence in whicl\ the Val residue at the 59th position in 
the amino acid sec^pence as represented by SEQ ID NO: 6952 is 
replaced with an \amino acid residue other than a Val 
residue . 



in 

1% s 



40. The polypeptide according to claim 38 or 39, 
wherein the Val r^rfTdiae at the* 59th position is replaced 
with an Ala res 



41. A pol 
activity, comprising an 
Pro residue at t 



eptd\de^^having pyruvate carboxylase 
rno acid sequence in which the 
458ti(h position in the amino acid 
sequence of pyruvate carboxylase derived from a coryneform 
bacterium is replaced with a\i amino acid residue other than 
a Pro residue . 



42 . A polypeptide Comprising an amino acid 
sequence in which the Pro residue at the 458th position in 
the amino acid sequence represented by SEQ ID NO: 42 65 is 
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replaced 
residue - 



Jvth an amino acid residue other than a Pro 



43. Thev polypeptide according to claim 41 or 42 , 
wherein the Pro residue at the 458th position is replaced 
with a Ser residue 

44 . The polypeptide according to any one of claims 
38 to 43, which is derived from Corynebacterlum glutamlcvm . 

45. A DNA encoding the polypeptide of any one of 
claims 38 to 44 . 



46. A recombirrsSnt DNA comprising the DNA of claim 




45. 



47. A transfbrmai\t^comprising the recombinant DNA 
of claim 46. 



48. A transformanq comprising in its chromosome 
the DNA of claim 45. 



49. The transf ormant\ according to claim 47 or 48, 
which is derived from a corynelform bacterium. 
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50. \ The transformant according to claim 49 , which 
is derived from Corynebacterlum glutamlcum. 

51. A^ethod for producing L-lysine, comprising: 
culturing\ the transformant of any one of claims 47 

to 50 in a medium \to produce and accumulate L-lysine in the 
medium, and 

recovering the L-lysine from the culture. 

52. A methoa for breeding a coryneform bacterium 
using the nucleotide \ sequence information represented by 
SEQ ID NOS:l to 3431, Comprising the following: 

(i) comparing a fhi^rreot3ri^e sequence of a genome or gene 
of a production strain aprivea a coryneform bacterium which 
has been subjected toWunaoon breeding so as to produce at 
least one compound selecneii from an amino acid, a nucleic 
acid, a vitamin, a sacciraride, an organic acid, and 
analogous thereof J>y^^ a \ fermentation method, with a 
corresponding nucleotide sequence in SEQ ID NOS : 1 to 3431; 

(ii) identifying a muta\tion point present in the 
production strain based on a result obtained by (i) ; 

(iii) introducing the mutation point into a coryneform 
bacterium which is free of the Wutation point, or deleting 
the mutation point from a coryripform bacterium having the 
mutation point; and 
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<iv) examining productivity by the fermentation method 
of the compound selected in <i) of the coryneform bacterium 
obtained in (ii\i) . 



53. The \ method according to claim 52, wherein the 
gene is a gene erJcoding an enzyme in a biosynthetic pathway 
or a signal transmission pathway. 

54/ The mfcthod according to claim 52, wherein the 
mutation point is \a mutation point relating to a useful 
mutation which improves or stabilizes the productivity. 



55. A me 
using the n 
SEQ ID NOS: 
(i) comparing 




tide\ s 



of a production strain aeri 



has been subjected to mv 
least one compoi 
acid, a vitamin,, 
analogous thereof by 
corresponding nucleotide 



M 



for preading a coryneform bacterium 
fence information represented by 
imprising: 

nu<$Jteotide sequence of a genome or gene 



a coryneform bacterium which 
on breeding so as to produce at 
from an ami no acid , a nucl e i c 
a saccharide, an organic acid, and 
fermentation method, with a 
ence in SEQ ID* NOS:l to 3431; 



(ii) identifying a mutation point present in the 
production strain based on la result obtain by (i) ; 

(iii) deleting a mutation point from ' a coryneform 
bacterium having the mutation point; and 



(iv) examining productivity by the fermentation method 
of the compound selected in (i) of the coryneform bacterium 

obtained in (iii) . 

56. Thetmethod according to claim 55, wherein the 
gene is a gene encoding an enzyme in a biosynthetic pathway 
or a signal transiALssion pathway. 

57. The method according to claim 55, wherein the 
mutation point is \a mutation point which decreases or 
destabilizes the productivity. 



ithc 



for bre 



nucleotide 



sequence 



an lisoz 



selec 



58. 
using the 
SEQ ID NOS:2 to 

( i ) identifying 
at least one compc un 
nucleic acid, a vitajnin 
analogous thereof 
informatio 

(ii) classifying the 
isozyme having the same 

(iii) mutating all genes lencoding the isozyme having the 
same activity simultaneous!^; and 



Presented 



seding a coryrief orm bacterium 
information represented by 
arising the following: 

*e relating to biosynthesis of 
d from an amino acid , a 
saccharide, an organic acid, and 
|^d on the nucleotide sequence 
SEQ ID NOS:2 to 3431; 
tozyme identified in (i) into an 
.vity; 



ac 



(iv) examining productivity by a fermentation method of 
the compound I selected in (i) of the coryneform bacterium 
which have been transformed with the gene obtained in (iii) - 



59. A \ method for breeding a coryneform bacterium 
using the nucleotide sequence information represented by 
SEQ ID NOS:2 to 13431 , comprising the following: 

(i) arranging a function information of an open reading 
frame (ORF) represented by SEQ ID NOS:2 to 3431; 

(ii) allowing \the arranged ORF to correspond to an 
enzyme on a known biosynthesis or signal transmission 
pathway; \ 

(iii) expllca^dTna ^n unknown biosynthesis pathway or 
signal transmission pathway of a coryneform bacterium in 
combination wAth information i-elating known biosynthesis 
pathway signal transmission pathway of a coryneform 
bacterium; \ 1 / 

(iv) comparing the pathway explicated in (iii) with a 
biosynthesis pathway^of a target useful product; and 

(v) transgeneticaily varying a coryneform bacterium 
based on the nucleoside sequence information to either 
strengthen a pathway which is judged to be important in the 
biosynthesis of the target useful product in (iv) or weaken 
a pathway which is judged not to be important in the 
biosynthesis of the target useful product in (iv) . 
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* 



60. A coryneform bacterium, bred by the method of 
any one of claims p2 to 59 . 

61. The cojfcyneform bacterium according to claim 60, 
which is a microorganism belonging to the genus 
Corynebacterlum , the\ genus Bx-e-trxbacteraum, or the genus 
Mi crojbac terium . 

62. The coryneform bacterium according to claim 61, 
wherein the microorganism belonging to the genus 
Corynebactejrium is selected from the group consisting of 
Corynebacterlum cfclutamicum, Corynebacterium 
acetoacidophilum, Co^ynebacte-rium ace toglutafflicum , 
CorynebactexjLum calluna^L_^. CoryneJbacterium herculis, 
CoTryneba c t er± um . lpfZlipn, \ Coifynehacteirivun melassecola , 
Corynebacterium ( thermfyamlifycfenes , and CoryneJba c t eri um 
Bmmoniagenes . 

63. A method fojj ppedjucing at least one compound 
selected from an amino a<fcid, a\ nucleic acid/ a vitamin, a 
saccharide, an organic acid ftnd an analogue thereof, 
comprising : 

culturing a coryneform bacterium of any one of 
claims 60 to 62 in a medium to produce and accumulate at 
least one compound selected from an amino acid, a nucleic 
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acid, a vitamin, a saccharide, an organic acid, and 
analogues thereof; 

recovering the compound from the culture. 

64. The kethod according to claim 63, wherein . the 
compound is L-lysiae. 



65. A method for identifying a protein relating to 
useful mutation based on proteome analysis, comprising the 
following: 



(i) preparing 

a protein deri 
s trai n of a coryne 
to mutation bre 
produce at lea 
a nucleic acid, a v, 
and analogues thereo 
a protein del 



by\ a 
compV 
ttamin] 



from a bacterium of a production 
lum which has been subjected 
ermentation process so as to 
►und selected from an amino acid, 
saccharide, an organic acid, 



and * 



strain of the product] 



ffrom a bacterium of a parent 
on strfein; 

<ii) separating the proteins prepared in (i) by two 
dimensional electrophoresis ; 

(iii) detecting the separated proteins, and comparing an 
expression amount of the krotein derived from the 
production strain with that derived from the parent strain; 
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(iv) treating the protein showing different expression 
amounts as a Jesuit of tHe comparison with a peptidase to 
extract peptidd fragments ; 

(v> analyzing amino acid sequences of the peptide 

fragments obtained in (iv) ; and 

(vx) comparing! the amino acid sequences obtained in (v) 
with the amino acid sequence represented by SEQ ID NOS:3502 
to 7001 to identifying the protein having the amino acid 
sequences . \ 

66. The method according to claim 65, wherein the 

coryneform bacterium \s a microorganism belonging to the 

genus Cor^ebacter^arT^t^ genus Breiribacterium, or the 
genus Ml croi?a ct^zrlum - \ / 

6*^ The rtethod According to claim 66, wherein the 
microorganism belonging t\ the genus Corynebaaterlum is 
selected from the! grouA consisting of Corynebaaterlum 
glutamicum, Coryn&Lp/erlxim acetoacldophllum, 

Carynobacterlum acetog^Lcuai, Corynebacteirlum caZIuuae, 
Corrnebacterium ^^raullL Corynabaaterlvan 111 lum, 

Corynebacterlum melXsecola , Corynebacterium 

theinnoamlno&enes , and Coirfne^acteirlvm ammoniagenes. 

68. A biologically pire culture of <^rynebacterium 
g-Iutamicum AHP-3 (FERM BP-73821) . 
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